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Using these new techniques, new extraordinary work on Sal-
monella Typhi has been performed by genome sequencing 1832
strains [1]. Typhoid affects between 20 and 30 million people a
year and may kill 200 000 per year. This represents a real and
major epidemic, mainly in developing countries [2]. Among the
isolates of Salmonella Typhi, some exhibit resistance to β-lactam
antibiotics, particularly cephalosporins, and others show resis-
tance to quinolones, which are two commonly used antibiotics.
There is also resistance to chloramphenicol and cotrimoxazole,
antibiotics that are still used in the poorest countries. A major
ﬁnding of this sequencing study was that a single clone (H58)
occurred in 80% of the isolates studied in 2012 from Africa and
Asia. Although the strain had only emerged in the 1990s, 48% of
all studied isolates of the H58 clone could be resistant to an-
tibiotics through plasmid acquisition or by a point mutation in
the DNA gyrase gene (resistance to quinolones). This is one of
the most terrible outbreaks of the last 20 years. The authors
demonstrate through molecular analysis that the pandemic
started in southern India and spread east to South-East Asia and
China, followed by South Asia, ﬁnally to reach the Paciﬁc. In the
other direction, it spread west to reach East Africa and then
from Ethiopia to South Africa. This pandemic, which has been
raging for 20 years, passed unnoticed because of the endemicity
of the species. This illustrates the paradigm shift, that new
clones can become pandemic, emerging from endemic species,
as with tuberculosis (Beijing) [3], Staphylococcus aureus [4],
Escherichia coli [5] or Clostridium difﬁcile O 27 [6]. These are
invisible epidemics if the tools available do not distinguish be-
tween pandemic and endemic strains. Projecting the data fromClinical Microbiology and Infection © 2015 European Society of Cthis publication, indicates that the current pandemic kills more
than 10 000 people per year, but the very idea that we were
facing a pandemic was completely unknown to health author-
ities around the world, including the WHO. This shows the
current delay in understanding the data collected, which could
identify outbreaks through massive genome sequencing pro-
jects that will undoubtedly require a change of paradigm on
what is an epidemic. The considerable numbers of cases
involved here contrasts with the epidemics that have worried
the scientiﬁc world and media in the previous few years that
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